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Variants: 1 « i 2 3_ 
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sequence °Y' 104-105 bases 

6GCCTCGCCGGGGTCGGCGTCCGGCT6GGGTTGAGGGCGGCCGGGGGGAACCAG 
GlyLeuProGlyValGlyValArgLeuGlyLeuArgAlaAlaGlyGlyAsnGIn 
AlaSerProGlySerAlaSerGlyTrpGly * GlyArgProGlyGlyThrSer 
ProProArgGlyArgArgProAlaGlyValGluGlyGlyArgGlyGluProAla 

CGACATGCGGAGAGCA6CGCAGGCGACTCAGGGCGCTTCCCCCGCAGGTG 
ArgHisAlaGluSerSerAlaGlyAspSerGlyArgPheProArgArg 
AspMetArgArgAlaAlaGlnAlaThrGlnGlyAlaSerProAlaGly 
ThrCysGlyGluGlnArgArgArgLeuArgAlaLeuProProGlnVal 

sequence "1" 38 bases 

GTGGCTGTGCTTTGGTTTAACTTCCnTTTAACGAGAA 

ValAlaValLeuTrpPheAsnPheLeuPheAsnGlnLys 

sequence "/" 36 bases 

GTGGATGTGAC6GGCGCGTACGACACCATCCCCCAG 

ValAspValThrGlyAlaTyrAspThrlleProGln 

P 

sequence 182 bases 

GTCTCTACCTTGACAGACCTCCAGCC6TACATGCGACAGTTCGTGGCTCACGTG 
ValSerThrLeuThrAspLeuGlnProTyrMetArgGlnPheValAlaHisLeu 

CAGGAGAGCAGCCCGCT6AG6GATGCCGTCGTCATCGAGCAGAGCTCCTCCCTG 
GlnGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeu 

AATGAGGGGAGCAGTGGGGTCTTGGACGTCTTCGTAGGCTTGATGTGCCAGCAG 
AsnGluAlaSerSerGlyLeuPheAspValPheLeuArgPheMetGysHisHis 

GCGGTGCGCATCAGGGGGAA 
AlaValArglleArgGlyLys 



partial sequence "2" unknown length 
GTGAGGGCACCTGGGCGGAAGTGGAGCGTGTGGGGGGCTGGGGGAGGTGCTGCTGGAG 

Ter 

6GGCGTTGGGTCCAGCTGTGGTTCGGTGTG6GGGAGGCGAGTGGGAATCGGAAAGGGT 
CAGATGGGACAGGGT6GGCGTGGTGGGATCTGGG6GTGAGGAGAAATGCATCTTTGTG 
TGGGAGTGAGGGTGGGTGAGAAGGG6AGCAGTTTTCTGTGCTATTTT6GTAA... 



Fig. lOA 



